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<160> 76 
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<210> 1 
<211> . 14 55 

<212> DNA 

<213> Tanichthys albonubes 



<220> 

<221> misc_f eature 

<222> (1) . . (1455) 

<223> /note="Tcl-like transposon" 
<300> 

<308> L48685 



<309> 
<313> 

<400> 



1996-05-31 
(1) . . (1455) 



cagttgaagt 


cggaagttta 


catacactta 


agttggagtc 


attaaaactc 


gtttttcaac 


60 


tacaccacaa 


atttcttgtt 


aacaaacaat 


agttttggca 


agtcagttag 


gacatctact 


120 


ttgtgcatga 


cacaagtcat 


ttttccaaca 


attgtttaca 


gacagattat 


ttcacttata 


180 


attcactgta 


tcacaattcc 


agtgggtcag 


aagtttacat 


acactaagtt 


gactgtgcct 


240 


ttaaacagct 


tggaaaattc 


cagaaaatga 


tgtcatggct 


ttagaagctt 


ctgatagact 


300 


aattgacatc 


atttgagtca 


attggaggtg 


tacctgtgga 


tgtatttcaa 


ggcctacctt 


360 


caaacgcagt 


gcctctttgc 


ttgacataat 


gggaaaatca 


aaagaaatca 


gccaacacca 


420 


tgggaccacg 


cagccgtcat 


accgctcagg 


aatgagacgc 


attctgtctc 


ctagagataa 


480 


acatactgtg 


gtgcgaaaag 


tgcaaatcaa 


tcccagaacg 


acagcaaagg 


accttgtgaa 


540 


gatgctggag 


aaaacaggta 


tgaatgtttc 


tatatccaca 


gtaaaaacga 


gtcctatatc 


600 


gacataacct 


gaaaggccgc 


tcagcaagga 


agaagccact 


gctccaaaac 


cgccataaaa 


660 


aagccagact 


acggtttgca 


actgcacatg 


gggacaaata 


tggtactttt 


tggagaaatg 


720 


tcctctcttc 


tggtctgatg 


aaaaaaaaat 


agaactattt 


ggccataatg 


accatcgtta 


780 


tgtttggagg 


aaaaaggggg 


agcttgcaag 


ccgaagatca 


ccatcccaag 


cgtgaagcac 


840 


gggggtggca 


gcatcatgtt 


gtgggggtgc 


tttgctgcag 


gagggactgg 


tgcacttcac 


900 


aaaatagatg 


gcatcatgac 


aaaggaaaat 


tatgtggcta 


tattgaagca 


acatctcaag 


960 
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acatcagtca 


ggaagttcaa 


gcttggtcac 


aaatgggtct tccaaatgga 


caatgacctc 


- 1020 


aagcatactt 


ccaaagttgt 


ggcaaaatgg 


cttaaggtca acaaagtcaa 


ggtattggag 


1080 


tggccatcac 


aaagctctga 


cctcaatcct 


atagaaagga. ggaatgagcc 


aaaattcacc 


1140 


caacttattg 


tgggaagctt 


gtggaaggct 


actcgaaatg tttgacccaa 


gttaaacaat 


1200 


ttaaaggcaa 


tgctaccaaa 


tactaattga 


gtgtatgtta acttctgacc 


cactgggaat 


1260 


gtgatgaaag 


aaataaaagc 


tgaaatgaat 


catt.ctctct actattattc 


tgatatttca 


1320 


cattcttaaa 


ataaagtggt 


gatcctaact 


gaccttaaga cagggaatct ttactcggat 


1380 


taaatgtcag. 


gaattgtgaa 


aaagtgagtt 


taaatgtatt tggctaaggt 


gtatgtaaac 


1440 


ttccgacttc 


aactg 








1455 



<210> 2 

<211> 1023 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sleeping Beauty transposase 
<220> 

<221> CDS 

<222> (1) . . (1023) 

<220> 

<221> misc_f eature 
<222> (1) . . (1023) 

<223> Sleeping Beauty transposase 
<400> .2 

atg gga aaa tea aaa gaa ate age caa gac etc aga aaa aaa att gta 48 
Met Gly Lys Ser Lys Glu lie Ser Gin Asp Leu Arg Lys Lys lie Val 
15 10 15 

gac etc cac aag tct ggt tea tec ttg gga gca att tec aaa cgc ctg 96 
Asp Leu His Lys Ser Gly Ser Ser Leu Gly Ala lie Ser Lys Arg Leu 
20 25 30 

aaa gta cca cgt tea tct gta caa aca ata gta cgc aag tat aaa cac 144 
Lys Val Pro Arg Ser Ser Val Gin Thr lie Val Arg Lys Tyr Lys His 
35 40 45 

cat ggg ace acg cag ccg tea tac cgc tea gga agg aga cgc gtt ctg 192 
His Gly Thr Thr Gin Pro Ser Tyr Arg Ser Gly Arg Arg Arg Val Leu 
50 55 60 

tct cct aga gat gaa cgt act ttg gtg cga aaa gtg caa ate aat ccc 24 0 

Ser Pro Arg Asp Glu Arg Thr Leu Val Arg Lys Val Gin lie Asn Pro 
65 70 75 80 

aga aca aca gca aag gac ctt gtg aag atg ctg gag gaa aca ggt aca 288 
Arg Thr Thr Ala Lys Asp Leu Val Lys Met Leu Glu Glu Thr Gly Thr 
85 90 95 



aaa gta tct ata tec aca gta aaa cga gtc eta tat cga cat aac ctg 336 
Lys Val Ser lie Ser Thr Val Lys Arg Val Leu Tyr Arg His Asn Leu 
100 105 110 
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aaa ggc cgc tea gca agg aag aag cca ctg etc caa aac cga cat aag 384 

Lys Gly Arg Ser Ala Arg Lys Lys Pro Leu Leu Gin Asn Arg His Lys 

115 120 125 

aaa gec aga eta egg ttt gca act gca cat ggg gac aaa gat cgt act 4 32 

Lys Ala Arg Leu Arg Phe Ala Thr Ala His Gly Asp Lys Asp Arg. Thr 

130 135 140 

ttt tgg aga aat gtc etc tgg tct gat gaa aca aaa ata gaa ctg ttt 480 

Phe Trp Arg Asn Val Leu Trp Ser Asp Glu Thr Lys lie Glu Leu Phe 

145 150 ■ - . 155 160 

ggc cat aat gac cat cgt tat gtt tgg agg aag aag ggg gag get tgc 528 

Gly His Asn Asp His Arg Tyr Val Trp Arg Lys Lys Gly Glu Ala Cys 

165 .170 175 

aag ccg aag aac ace ate cca ace gtg aag cac ggg ggt ggc age ate 576 

Lys Pro Lys Asn Thr lie Pro Thr Val Lys His Gly Gly Gly Ser lie 

180 185 190 

atg ttg tgg ggg tgc ttt get gca gga ggg act ggt gca ctt cac aaa 624 

Met Leu Trp Gly Cys Phe Ala Ala Gly Gly Thr Gly Ala Leu His Lys 

195 200 " 205 

ata gat ggc ate atg agg aag gaa aat tat gtg gat ata ttg aag caa 672 

lie Asp Gly lie Met Arg Lys Glu Asn Tyr Val Asp lie Leu Lys Gin 

210 215 220 

cat etc aag aca tea gtc agg aag tta aag ctt ggt cgc aaa tgg gtc 720 

His Leu Lys Thr Ser Val Arg Lys Leu Lys Leu Gly Arg Lys Trp Val 

225 230 235 240 

ttc caa atg gac aat gac ccc aag cat act tec aaa gtt gtg gca aaa 768 

Phe Gin Met Asp Asn Asp Pro Lys His Thr Ser Lys Val Val Ala Lys 

245 250 255 . 

tgg ctt aag gac aac aaa gtc aag gta ttg gag tgg cca tea caa age 816 

Trp Leu Lys Asp Asn Lys Val Lys Val Leu Glu Trp Pro Ser Gin Ser 

260 265 270 

cct gac etc aat cct ata gaa aat ttg tgg gca gaa ctg aaa aag cgt 864 

Pro Asp Leu Asn Pro lie Glu Asn Leu Trp Ala Glu Leu Lys Lys Arg 

275 280 285 

gtg cga gca agg agg cct aca aac ctg act cag tta cac cag etc tgt 912 

Val Arg Ala Arg Arg Pro Thr Asn Leu Thr Gin Leu His Gin Leu Cys 

290 295 300 

cag gag gaa tgg gee aaa att cac cca act tat tgt ggg aag ctt gtg 960 

Gin Glu Glu Trp Ala Lys lie His Pro Thr Tyr Cys Gly Lys Leu Val 

305 310 315 320 

gaa ggc tac ccg aaa cgt ttg ace caa gtt aaa caa ttt aaa ggc aat 1008 

Glu Gly Tyr Pro Lys Arg Leu Thr Gin Val Lys Gin Phe Lys Gly Asn 

325 330 335 

get ace aaa tac tag 1023 
Ala Thr Lys Tyr 
340 



<210> 3 

<211> 340 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Synthetic Construct 
<400> 3 

Met Gly Lys Ser Lys Glu lie Ser Gin Asp Leu Arg Lys Lys lie Val 
15 10 15 



Asp Leu His Lys Ser Gly Ser Ser Leu Gly Ala lie Ser Lys Arg Leu 
20 . 25 30 



Lys Val Pro Arg Ser Ser Val Gin Thr lie Val Arg Lys Tyr Lys His 
35 40 45 



His Gly Thr Thr Gin Pro Ser Tyr Arg Ser Gly Arg Arg Arg Val Leu 
50 55 60 



Ser Pro Arg Asp Glu Arg Thr Leu Val Arg Lys Val Gin lie Asn Pro 
65 70 75 80 



Arg Thr Thr Ala Lys Asp Leu Val Lys Met Leu Glu Glu Thr Gly Thr 
85 90 95 



Lys Val Ser lie Ser Thr Val Lys Arg Val Leu Tyr Arg His Asn Leu 
100 105 110 " 



Lys Gly Arg Ser Ala Arg Lys Lys Pro Leu Leu Gin Asn Arg His Lys 
115 120 125 



Lys Ala Arg Leu Arg Phe Ala Thr Ala His Gly Asp Lys Asp Arg Thr 
• 130 135 140 



Phe Trp Arg Asn Val Leu Trp Ser Asp Glu Thr Lys lie Glu Leu Phe 
145 150 155 160 



Gly His Asn Asp His Arg Tyr Val Trp Arg Lys Lys Gly Glu Ala Cys 
165 170 " 175 



Lys Pro Lys Asn Thr He Pro Thr Val Lys His Gly Gly Gly Ser He 
180 185 190 



Met Leu Trp Gly Cys Phe Ala Ala Gly Gly Thr Gly Ala Leu His Lys 
195 200 205 



He Asp Gly He Met Arg Lys Glu Asn Tyr Val Asp He Leu Lys Gin 
210 215 220 



His Leu Lys Thr Ser Val Arg Lys Leu Lys Leu Gly Arg Lys Trp Val 
225 230 235 ~ 240 
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Phe Gin Met Asp Asn Asp Pro Lys His Thr Ser Lys Val Val Ala Lys 
245 250 255 



Trp Leu Lys Asp Asn Lys Val Lys Val Leu Glu Trp Pro Ser Gin Ser 
260 265 270 



Pro Asp Leu Asn Pro lie Glu Asn Leu Trp Ala Glu Leu Lys Lys Arg 
275 280 285 



Val Arg Ala Arg Arg Pro Thr Asn Leu Thr Gin Leu His Gin Leu Cys 
290 295 300 



Gin Glu Glu Trp Ala Lys lie His Pro Thr Tyr Cys Gly Lys Leu Val 
305 310 315 320 



Glu Gly Tyr Pro Lys Arg Leu Thr Gin Val Lys Gin Phe Lys Gly Asn 
325 330 335 



Ala Thr Lys Tyr 





340 


<210> 


4 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Left outside sequence 


<400> 


4 



gttgaagtcg gaagtttaca cttagg 



<210> 5 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Left inside sequence 

<400> 5 

ccagtgggtc agaagtttac atacactaag 

<210> 6 

<211> 27 

<212> DNA 

<213> Artificial Sequence; 
<220> 

<223> TgTP-lU 

<400> 6 

gaccgcttcc tcgtgcttta cggtatc 



<210> 7 
<211> 30 
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<212> 
<213> 



DNA 

Artificial Sequence; 



<220> 
<223> 



TgTP-2L 



<400> 7 



acacaggaaa cagctatgac catgattacg 



30 



<210> 8 

<211> 30 

<212> DNA • 

<213> Artificial Sequence; . 

<220> 

<223> TgTP-2U 

<400> 8 

tctatcgcct tcttgacgag ttcttctgag . 30 



<210> 9 

<211> 28 

<212> DNA 

<213> Artificial Sequence; 
<220> 

<223> TgTP-3L 

<400> 9 

caagcgcgca attaaccctc actaaagg 28 



<210> 10 

<211> 1610 

<212> DNA 

<213> Caenorhabditis elegans 



<220> 

<221> misc_f eature 

<222> (1) . . (1610) 

<223> Transposon="Tcl" 

<220> 

<221> CDS 

<222> (523) . . (1344) 

<300> 

<308> X01005 

<309> 2002-07-07 

<313> (1) . . (1610) 



<400> 10 

cagtgctggc caaaaagata tccacttttg gttttttgtg tgtaactttt ttctcaagca 



60 



tccatttgac ttgaattttt ccgtgtgcat aaagcgaaat gttacgcaaa tttgcggacc 



120 



aaacattaca tgattatcga ttttttctga attttatttc aattttttga ttttttcgtt 



180 



tttccaattt tcattatttt ttttgaatta tcaataaaac gcactctgtt tgttgcactg 



240 



gatttgtttg gttgataaat tatttttaag gtatggtaaa atctgttggg tgtaaaaatc 



300 



tttccttgga cgtcaagaaa gccattgtag ctggcttcga acaaggaata cccacgaaaa 360 
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gctcgcgctg caaattcaac gttctccgtc gactatttgg aaagtaatca agaagtacca 420 

aactgaggtg agttcgaaaa atattatttt ttaataataa atgtttagaa atccgtcgct 480 

ttgagaatct cgcccggcag gcctcgagtg acaacccata gg atg gat cgc aac 534 

Met Asp Arg. Asn 
. l 

ate etc cga tea gca aga gaa gat ccg cat agg ace gee acg gat att 582 
lie Leu Arg . Ser Ala Arg Glu Asp Pro His Arg Thr Ala Thr Asp lie 
5 " 10 15 20 

caa atg att ata agttct cca'aat gaa cct gta cca agt aaa cga act 630 
Gin Met lie lie Ser . Ser Pro Asn Glu Pro Val Pro Ser Lys Arg Thr. 

25 30 35 

gtt cgt cga cgt tta cag caa gca gga eta cac gga cga aag cca gtc 678 
Val Arg Arg Arg Leu Gin Gin Ala Gly Leu His Gly Arg Lys Pro Val 
40. 45. 50 

aag aaa ccg ttc ate agt aag aaa aat cgc atg get cga gtt gcg tgg 726 
Lys Lys Pro Phe lie Ser Lys Lys Asn Arg Met Ala Arg Val Ala Trp 
55 60 65 

gca aaa gcg cat ctt cgt tgg gga cgt cag gaa tgg get aaa cac ate 774 
Ala Lys Ala His Leu Arg Trp Gly Arg Gin Glu Trp Ala Lys His lie 
70 75 80 

tgg tct gac gaa age aag ttc aat ttg ttc ggg agt gat gga aat tec 822 
Trp Ser Asp Glu Ser Lys Phe Asn Leu Phe Gly Ser Asp Gly Asn Ser 
85 90 95 100 

tgg gta cgt cgt cct gtt ggc tct agg tac tct cca aag tat caa tgc 870 
Trp Val Arg Arg Pro Val Gly Ser Arg Tyr Ser Pro Lys Tyr Gin Cys 
105 110 115 

cca ace gtt aag cat gga ggt ggg age gtc atg gtg tgg ggg tgc ttc 918 
Pro Thr Val Lys His Gly Gly Gly Ser Val Met Val Trp Gly Cys Phe 
120 125 130 

ace age act tec atg ggc cca eta agg aga ate caa age att atg gat 966 
Thr Ser Thr Ser Met Gly Pro Leu Arg Arg lie Gin Ser lie Met Asp 
135 140 145 

cgt ttt caa tac gaa aac ate ttt gaa act aca atg cga ccc tgg gca 1014 
Arg Phe Gin Tyr Glu Asn lie Phe Glu Thr Thr Met Arg Pro Trp Ala 
150 155 160 

ctt caa aat gtg ggc cgt ggc ttc gtg ttt cag cag gat aac gat cct 1062 
Leu Gin Asn Val Gly Arg Gly Phe Val Phe Gin Gin Asp Asn Asp Pro 
165 170 175 180 

aag cat act tct ctt cat gtg cgt tea tgg ttt caa cgt cgt cat gtg 1110 
Lys His Thr Ser Leu His Val Arg Ser Trp Phe Gin Arg Arg His Val 
185 190 195 

cat ttg etc gat tgg cca agt cag tct ccg gac ttg aat cca ata gag 1158 
His Leu Leu Asp Trp Pro Ser Gin Ser Pro Asp Leu Asn Pro lie Glu 
200 205 210 

cat ttg tgg gaa gag ttg gaa aga cgt ctt gga ggt att egg get tea 1206 
His Leu Trp Glu Glu Leu Glu Arg Arg Leu Gly Gly lie Arg Ala Ser 
215 220 225 



aat gca gat gee aaa ttc aac cag ttg gaa aac get tgg aaa get ate 



1254 
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Asn Ala Asp Ala Lys Phe Asn Gin Leu Glu Asn Ala Trp Lys Ala lie 
230 235 240 

ccc atg tea gtt att cac aag ctg ate gac teg atg cca cgt cgt tgt 1302 
Pro Met Ser Val lie His Lys Leu lie Asp Ser Met Pro Arg Arg Cys 
245 250 255 260 

caa get gtt att gat gca aac gga tac gcg aca aag tat taa 134 4 

Gin Ala Val lie Asp Ala Asn Gly Tyr Ala Thr Lys Tyr 
265 270 

gcataattat gttgttttta aatccaattg ctcatattcc ggtactttaa ttgtcatttc 1404 

cttgcaacct eggtttttte aatatttcta gtttttcgat ttttttgaat ttttctgaag 14 64 

ttttttcaaa atctgttgaa catttttgat gaatattgtg tttttagatt ttgtgaacac . 1524 

tgtggtgaag tttcaaaaca aaataaccac ttagaaaaaa gttacacaca aaaaaccaaa 158 4 

agtggatatc tttttggcca. gcactg 1610 

<210> 11 
<211> 273 
<212> PRT 

<213> Caenorhabditis elegans 
<400> 11 

Met Asp Arg Asn lie Leu Arg Ser Ala Arg Glu Asp Pro His Arg Thr 
15 10 15 

Ala Thr Asp lie Gin Met lie lie Ser Ser Pro Asn Glu Pro Val Pro 
20 25 30 

Ser Lys Arg Thr Val Arg Arg Arg Leu Gin Gin Ala Gly Leu His Gly 
35 40 45 

Arg Lys Pro Val Lys Lys Pro Phe lie Ser Lys Lys Asn Arg Met Ala 
50 55 60 

Arg Val Ala Trp Ala Lys Ala His Leu Arg Trp Gly Arg Gin Glu Trp 
65 70 75 80 

Ala Lys His lie Trp Ser Asp Glu Ser Lys Phe Asn Leu Phe Gly Ser 
85 90 95 

Asp Gly Asn Ser Trp Val Arg Arg Pro Val Gly Ser Arg Tyr Ser Pro 
100 105 110 

Lys Tyr Gin Cys Pro Thr Val Lys His Gly Gly Gly Ser Val Met Val 
115 120 125 

Trp Gly Cys Phe Thr Ser Thr Ser Met Gly Pro Leu Arg Arg lie Gin 
130 135 140 



Ser lie Met Asp Arg Phe Gin Tyr Glu Asn lie Phe Glu Thr Thr Met 
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145 



150 



155 



160 



Arg Pro' Trp Ala Leu Gin Asn Val Gly Arg Gly Phe Val Phe Gin Gin 
165 170 175 



Asp Asn Asp Pro Lys His Thr Ser Leu His Val Arg Ser Trp Phe Gin 
180 185 190 



Arg Arg His Val His Leu Leu Asp Trp Pro Ser Gin Ser Pro Asp Leu 
195 200 205 

Asn Pro lie Glu His Leu Trp Glu Glu Leu Glu Arg Arg Leu Gly Gly 
210 215 220 



lie Arg Ala Ser Asn Ala Asp Ala Lys Phe. Asn Gin Leu Glu Asn Ala 
225 230 235 240 



Trp Lys Ala lie Pro Met Ser Val lie His Lys Leu lie Asp Ser Met 
245 250 255 



Pro Arg Arg Cys Gin Ala Val lie Asp Ala Asn Gly Tyr Ala Thr Lys 
260 265 270 



Tyr 



<210> 12 

<211> 1801 

<212> DNA 

<213> Drosophila hydei 



<220> 

<221> misc_f eature 

<222> (15) . . (1787) 

<223> /note="transposon n 

<220> 

<221> CDS 

<222> (347).. (760) 

<220> 

<221> CDS 

<222> (821) . . (1489) 

<300> 

<308> Z29098 

<309> 1993-12-22 

<313> (1) . . (1801) 

<400> 12 

taatatatat tatacgagcc ccaaccacta 
gcgcaatgtt taacacacta tattatcaat 



ttaattcgaa cagcatgttt tttttgcagt 
actactaaag ataacacata ccaatgcatt 



tcgtctcaaa gagaatttta ttctcttcac gacgaaaaaa aaagttttgc tctatttcca 
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acaacaacaa aaatatgagt aatttattca aacggtttgc ttaagagata agaaaaaagt 240 

gaccactatt aattcgaacg cggcgtaagc ttaccttaat ctcaagaaga gcaaaacaaa 300 

agcaactaat gtaacggaat cattatctag ttatgatctg caaata atg tea caa 355 

Met Ser Gin 
1 

tac age atg caa. aaa aat ttt aga ttg ctg cag ate. agt aga agt tta 403 
Tyr Ser Met Gin Lys Asn Phe Arg Leu Leu Gin lie Ser Arg Ser Leu 
5 10 * 15 

gca acg atg gtt cgt ggt aaa cct att tct aaa gaa ate aga gta ttg 451 
Ala Thr Met Val Arg Gly Lys Pro lie Ser Lys Glu lie Arg Val Leu 
20 25 . 30 35 

att agg gat tat ttt aaa tct gga aag aca ctt acg gag ata age aag 4 99 

lie Arg Asp Tyr Phe Lys Ser Gly Lys Thr Leu Thr Glu lie Ser Lys 
40 45 - 50 

caa tta aat ttg cct aag teg tct gtg cat ggg gtg ata caa att ttc 547 
Gin Leu Asn Leu Pro Lys Ser Ser Val His Gly Val lie Gin lie Phe 
55 60 65 

aaa aaa aat ggg aat att gaa aat aac att gcg aat aga ggc cga aca 595 
Lys Lys Asn Gly Asn lie Glu Asn Asn lie Ala Asn Arg Gly Arg Thr 
70 75 80 

tea gca ata aca ccc cgc gac aaa aga caa ctg gee aaa att gtt aag 64 3 

Ser Ala lie Thr Pro Arg Asp Lys Arg Gin Leu Ala Lys lie Val Lys 
85 90 95 

get gat cgt cgc caa tct ttg aga aat ttg get tct aag tgg teg cag 691 
Ala Asp Arg Arg Gin Ser Leu Arg Asn Leu Ala Ser Lys Trp Ser Gin 
100 105 110 115 

caa ttg gca aaa ctg tea age gag agt gga cgc gac aaa tta aaa agt 739 
Gin Leu Ala Lys Leu Ser Ser Glu Ser Gly Arg Asp Lys Leu Lys Ser 
120 125 130 

att gga tat ggt ttt tat aaa gtatgttttg ttattacctg tgeategtae 790 
lie Gly Tyr Gly Phe Tyr Lys 
135 

ccaataactt actegtaate ttactegtag gee aag gaa aaa ccc ttg ctt acg 844 

Ala Lys Glu Lys Pro Leu Leu Thr 
140 145 

ctt cgt caa aaa aag aag cgt ttg caa tgg get egg gaa agg atg tct 892 
Leu Arg Gin Lys Lys Lys Arg Leu Gin Trp Ala Arg Glu Arg Met Ser 
150 155 160 

tgg act caa agg caa tgg gat ace ate ata ttc age gat gaa get aaa 940 
Trp Thr Gin Arg Gin Trp Asp Thr lie lie Phe Ser Asp Glu Ala Lys 
165 170 175 

ttt gat gtt agt gtc ggc gat acg aga aaa cgc gtc ate cgt aag agg 988 
Phe Asp Val Ser Val Gly Asp Thr Arg Lys Arg Val lie Arg Lys Arg 
180 185 190 

tea gaa aca tac cat aaa gac tgc ctt aaa aga aca aca aag ttt cct 1036 
Ser Glu Thr Tyr His Lys Asp Cys Leu Lys Arg Thr Thr Lys Phe Pro 
195 200 205 210 

gcg age act atg gta tgg gga tgt atg tct gee aaa gga tta gga aaa 1084 
Ala Ser Thr Met Val Trp Gly Cys Met Ser Ala Lys Gly Leu Gly Lys 
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215 * 220 225 

ctt cat ttc att gaa ggg aca gtt aat get gaa aaa tat att aat att 
Leu His Phe lie Glu Gly Thr Val Asn Ala Glu Lys Tyr lie Asn lie 
230 235 240 

tta caa gat agt ttg ttg cca tea ata cca aaa eta tta gat tgc ggt 
Leu Gin Asp Ser Leu Leu Pro Ser lie Pro Lys Leu Leu Asp Cys Gly 
245 250 255 

gaa ttc act ttt cag cag gac.ggagca tea teg cac aca gee aag cga 
Glu Phe Thr Phe Gin Gin Asp Gly Ala Ser Ser His Thr Ala Lys Arg 
260 265 270 

acc aaa aat tgg ctg caa tat aat caa atg gag gtt tta gat tgg cca 
Thr Lys Asn Trp Leu Gin Tyr Asn Gin Met Glu Val Leu Asp Trp Pro 
275 280 285 290 

tea aat agt cca gat eta age cca att. gaa aat att tgg tgg eta atg 
Ser Asn Ser Pro Asp Leu Ser Pro lie Glu Asn lie Trp Trp Leu Met 
295 300 305 

aaa aac cag ctt cga aat gag cca caa agg aat att tct gac ttg aaa 
Lys Asn Gin Leu Arg Asn Glu Pro Gin Arg Asn lie Ser Asp Leu Lys 
310 315 320 

ate aag ttg caa gag atg tgg gac tea att tct caa gag cat tgc aaa 
lie Lys Leu Gin Glu Met Trp Asp Ser lie Ser Gin Glu His Cys Lys 
325 330 335 . 

aat ttg tta age tea atg cca aaa cga gtt aaa tgc gta atg cag gee 
Asn Leu Leu Ser Ser Met Pro Lys Arg Val Lys Cys Val Met Gin Ala 
340 345 350 

aag ggc gac gtt aca caa ttc taatattaat taaattattg ttttaagtat 
Lys Gly Asp Val Thr Gin Phe 
355 360 

gatagtaaat cacattacgc cgcgttcgaa ttaatagtgg tcactttttt cttatctctt 
aagcaaaccg tttgaataaa ttactcatat ttttgttgtt gttggaaata gagcaaaact 
ttttttttcg tegtgaagag aataaaattc tctttgagac gaaatgeatt ggtatgtgtt 
atctttagta gtattgataa tatagtgtgt taaacattgc geactgeaaa aaaaacatgc 
tgttcgaatt aatagtggtt ggggctcgta tattatatat ta 

<210> 13 
<211> 361 
<212> PRT 

<213> Drosophila hydei 
<400> 13 

Met Ser Gin Tyr Ser Met Gin Lys Asn Phe Arg Leu Leu Gin lie Ser 
15 10 15 

Arg Ser Leu Ala Thr Met Val Arg Gly Lys Pro lie Ser Lys Glu lie 
20 25 30 



Arg Val Leu lie Arg Asp Tyr Phe Lys Ser Gly Lys Thr Leu Thr Glu 
35 40 4 5 
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lie Ser Lys Gin Leu Asn Leu Pro Lys Ser Ser Val His Gly Val He 
50 55 60 



Gin lie Phe Lys Lys Asn Gly Asn lie Glu Asn Asn lie Ala Asn Arg 
65 70 75 80 



Gly Arg Thr Ser Ala lie Thr Pro Arg Asp Lys Arg Gin Leu Ala Lys 
85 90 95 



lie Val Lys Ala Asp Arg Arg Gin Ser Leu Arg Asn Leu Ala Ser Lys 
100 "* 105 ^ .110 



Trp Ser Gin Gin Leu Ala Lys Leu Ser Ser Glu Ser Gly Arg Asp Lys 
115 120 125 



Leu Lys. Ser lie Gly Tyr Gly Phe Tyr Lys Ala Lys Glu Lys Pro Leu 
130 " 135 ~ 140 



Leu Thr Leu Arg Gin Lys Lys Lys Arg Leu Gin Trp Ala Arg Glu Arg 
145 150 155 160 



Met Ser Trp Thr Gin Arg Gin Trp Asp Thr lie lie Phe Ser Asp Glu 
165 170 175 



Ala Lys Phe Asp Val Ser Val Gly Asp Thr Arg Lys Arg Val lie Arg 
180 185 190 



Lys Arg Ser Glu Thr Tyr His Lys Asp Cys Leu Lys Arg Thr Thr Lys 
195 200 205 



Phe Pro Ala. Ser Thr Met Val Trp Gly Cys Met Ser Ala Lys Gly Leu 
210 215 220 



Gly Lys Leu His Phe lie Glu Gly Thr Val Asn Ala Glu Lys Tyr lie 
225 230 235 240 



Asn lie Leu Gin Asp Ser Leu Leu Pro Ser lie Pro Lys Leu Leu Asp 
245 250 255 



Cys Gly Glu Phe Thr Phe Gin Gin Asp Gly Ala Ser Ser His Thr Ala 
260 265 270 



Lys Arg Thr Lys Asn Trp Leu Gin Tyr Asn Gin Met Glu Val Leu Asp 
275 280 285 



Trp Pro Ser Asn Ser Pro Asp Leu Ser Pro lie Glu Asn lie Trp Trp 
290 295 300 
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Leu Met Lys Asn Gin Leu Arg Asn Glu Pro Gin Arg Asn lie Ser Asp 
305 310 315. 320 

Leu Lys lie Lys Leu Gin Glu Met Trp Asp Ser lie Ser Gin Glu His 
325 330 335 

Cys Lys Asn Leu Leu Ser Ser Met Pro Lys Arg Val Lys Cys Val Met 
340 345 350 



Gin Ala Lys Gly Asp Val Thr Gin Phe 
355 360 



<210> 14 

<211> 1801 

<212> DNA 

<213> Drosophila hydei 



<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 

<220> 
<221> 
<222> 

<300> 
<308> 
<309> 
<313> 



mis cofeature 
(15) . . (1787) 
/note="transposon r 



CDS 

(347) . . (760) 



CDS 

(821) . . (1489) 



Z29102 
1994-07-01 
(1) . . (1801) 



<400> 14 

gttagcagct tctacgagcc ccaaccacta ttaattcgaa 
gcgcaatgtt taacacacta tattatcaat actactaaag 
tcgtctcaaa gagaatttta ttctcttcac gacgaaaaaa 
acaacaacaa aaatatgagt aatttattca aacggtttgc 
gaccactatt aattcgaacg cggcgtaagc ttaccttaat 
agcaactaat gtaacggaat cattatctag ttatgatctg 



tac age atg caa aaa aat ttt aga ttg ctg cag 
Tyr Ser Met Gin Lys Asn Phe Arg Leu Leu Gin 
5 10 

gca acg atg gtt cgt ggt aaa cct att tct aaa 
Ala Thr Met Val Arg Gly Lys Pro lie Ser Lys 
20 25 30 

att agg gat tat ttt aaa tct gga aag aca ctt 
lie Arg Asp Tyr Phe Lys Ser Gly Lys Thr Leu 
40 45 



cagcatgttt tttttgcagt 

ataacacata ecaatgeatt 

aaagttttgc tctatttcca 

ttaagagata agaaaaaagt 

ctcaagaaga gcaaaacaaa 

caaata atg tea caa 
Met Ser Gin 
1 

ate agt aga agt tta 
lie Ser Arg Ser Leu 
15 

gaa ate aga gta ttg 
Glu lie Arg Val Leu 
35 

acg gag ata age aag 
Thr Glu lie Ser Lys 
50 
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caa tta aat ttg cct aag teg tct gtg cat ggg gtg ata caa att ttc 547 
Gin Leu Asn Leu Pro Lys Ser Ser Val His Gly Val lie Gin lie Phe 
55 60 -65 

aaa aaa aat ggg. aat att gaa aat aac att gcg aat aga ggc cga aca 595 
Lys. Lys Asn Gly Asn lie Glu Asn Asn lie Ala Asn Arg Gly Arg Thr 
70 75 80 

tea gca ata aca ccc cgc gac aaa aga caa ctg gec aaa att gtt aag 64 3 

Ser Ala He Thr Pro Arg Asp Lys Arg Gin Leu Ala Lys He Val Lys 
85 90 . 95 

get gat cgt cgc caa tct ttg aga aat ttg get tct aag tgg teg cag 691 
Ala Asp Arg Arg Gin Ser Leu Arg Asn Leu Ala Ser Lys Trp Ser Gin 
100 105 110 115 

caa ttg gca aaa ctg tea age gag agt gga cgc gac aaa tta aaa agt 739 
Gin Leu Ala Lys Leu Ser Ser Glu Ser Gly Arg Asp Lys Leu Lys Ser 
120 125 130 . 

att gga tat ggt ttt tat aaa gtatgttttg ttattacctg tgeategtae 790 
lie Gly Tyr Gly Phe Tyr Lys , 
135 

ccaataactt actegtaate ttactegtag gee aag gaa aaa ccc ttg ctt acg 844 

Ala Lys Glu Lys Pro Leu Leu Thr 
140 • 145 

ctt cgt caa aaa aag aag cgt ttg caa tgg get egg gaa agg atg tct 892 
Leu Arg Gin Lys Lys Lys Arg Leu Gin Trp Ala Arg Glu Arg Met Ser 
150 155 - . 160 

tgg act caa agg caa tgg gat ace ate ata ttc age gat gaa get aaa 940 
Trp Thr Gin Arg Gin Trp Asp Thr lie lie Phe Ser Asp Glu Ala Lys 
165 170 175 

ttt gat gtt agt gtc ggc gat acg aga aaa cgc gtc ate cgt aag agg 988 
Phe Asp Val Ser Val Gly Asp Thr Arg Lys Arg Val lie Arg Lys Arg 
180 185 190 

tea gaa aca tac cat aaa gac tgc ctt aaa aga aca aca aag ttt cct 1036 
Ser Glu Thr Tyr His Lys Asp Cys Leu Lys Arg Thr Thr Lys Phe Pro 
195 200 205 210 

gcg age act atg gta tgg gga tgt atg tct gee aaa gga tta gga aaa 108 4 

Ala Ser Thr Met Val Trp Gly Cys Met Ser Ala Lys Gly Leu Gly Lys 
215 220 225 

ctt cat ttc att gaa ggg aca gtt aat get gaa aaa tat att aat att 1132 
Leu His Phe He Glu Gly Thr Val Asn Ala Glu Lys Tyr lie Asn lie 
230 235 240 

tta caa gat agt ttg ttg cca tea ata cca aaa eta tea gat tgc ggt 1180 
Leu Gin Asp Ser Leu Leu Pro Ser He Pro Lys Leu Ser Asp Cys Gly 
245 250 255 

gaa ttc act ttt cag cag gac gga gca tea teg cac aca gee aag cga 1228 
Glu Phe Thr Phe Gin Gin Asp Gly Ala Ser Ser His Thr Ala Lys Arg 
260 265 270 

ace aaa aat tgg ctg caa tat aat caa atg gag gtt tta gat tgg cca 1276 
Thr Lys Asn Trp Leu Gin Tyr Asn Gin Met Glu Val Leu Asp Trp Pro 
275 280 285 290 

tea aat agt cca gat eta age cca att gaa aat att tgg tgg eta atg 1324 
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Ser Asn Ser Pro Asp Leu Ser Pro lie Glu Asn lie Trp Trp Leu Met 
295 300 305 

aaa aac cag ctt cga aat gag cca caa agg aat att tct gac ttg aaa 1372 
Lys Asn Gin Leu Arg Asn Glu Pro Gin Arg Asn lie Ser Asp Leu Lys 
310 315 320 

ate aag ttg caa gag atg tgg gac tea att tct caa gag cat tgc aaa 1420 
lie Lys Leu Gin Glu Met Trp Asp Ser lie Ser Gin Glu His Cys Lys 
325 330 335 

aat ttg tta age tea atg cca aaa cga gtt aaa tgc gta atg cag gee 14 68 

Asn Leu Leu Ser Ser Met Pro Lys Arg Val Lys Cys Val Met Gin Ala 
340 345 " 350 

aag ggc gac gtt aca caa ttc taatattaat taaattattg ttttaagtat 1519 
Lys Gly Asp Val Thr Gin Phe 
355 360 



gatagtaaat 


cacattacgc 


cgcgttcgaa 


ttaatagtgg 


tcactttttt 


cttatctctt 


157 9 


aagcaaaccg 


tttgaataaa 


ttactcatat 


ttttgttgtt 


gttggaaata 


gagcaaaact 


1639 


ttttttttcg 


tegtgaagag 


aataaaattc 


tctttgagac 


gaaatgeatt 


ggtatgtgtt 


1699 


atctttagta 


gtattgataa 


tatagtgtgt 


taaacattgc 


geactgeaaa 


aaaaacatgc 


1759 


tgttcgaatt 


aatagtggtt 


ggggctcgta 


aagctaacta 


ta 




1801 



<210> 15 

<211> 361 

<212> PRT 

<213> Drosophila hydei 

<400> 15 

Met Ser Gin Tyr Ser Met Gin Lys Asn Phe Arg Leu Leu Gin lie Ser 
1 5 10 15 



Arg Ser Leu Ala Thr Met Val Arg Gly Lys Pro lie Ser Lys Glu lie 
20 25 30 



Arg Val Leu lie Arg Asp Tyr Phe Lys Ser Gly Lys Thr Leu Thr Glu 
35 40 45 



lie Ser Lys Gin Leu Asn Leu Pro Lys Ser Ser Val His Gly Val lie 
50 55 60 



Gin lie Phe Lys Lys Asn Gly Asn lie Glu Asn Asn lie Ala Asn Arg 
65 70 75 80 



Gly Arg Thr Ser Ala lie Thr Pro Arg Asp Lys Arg Gin Leu Ala Lys 
85 90 95 



lie Val Lys Ala Asp Arg Arg Gin Ser Leu Arg Asn Leu Ala Ser Lys 
100 105 110 



Trp Ser Gin Gin Leu Ala Lys Leu Ser Ser Glu Ser Gly Arg Asp Lys 
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115 



120 



125 



Leu Lys Ser lie Gly Tyr Gly Phe Tyr Lys Ala Lys Glu Lys Pro Leu 
130 ^ 135 140 

Leu Thr Leu Arg Gin Lys Lys Lys Arg Leu Gin Trp Ala Arg Glu Arg 

145 150 155 160 

Met Ser Trp Thr Gin Arg Gin Trp Asp Thr lie lie Phe Ser Asp Glu 

165 170 175 



Ala Lys Phe Asp Val Ser Val Gly Asp Thr Arg Lys Arg Val lie Arg 
180 185 .190. 

Lys Arg Ser Glu Thr Tyr His Lys Asp Cys Leu Lys Arg Thr Thr Lys 
195 200 205 

Phe Pro Ala Ser Thr Met Val Trp Gly Cys Met Ser Ala Lys Gly Leu 
210 215 220 

Gly Lys Leu His Phe lie Glu Gly Thr Val Asn Ala Glu Lys Tyr lie 
225 230 235 240 



Asn lie Leu Gin Asp Ser Leu Leu Pro Ser lie Pro Lys Leu Ser Asp 
245 250 255 

Cys Gly Glu Phe Thr Phe Gin Gin Asp Gly Ala Ser Ser His Thr Ala 
260 265 270 



Lys Arg Thr Lys Asn Trp Leu Gin Tyr Asn Gin Met Glu Val Leu Asp 
275 280 285 



Trp Pro Ser Asn Ser Pro Asp Leu Ser Pro lie Glu Asn lie Trp Trp 
290 295 300 



Leu Met Lys Asn Gin Leu Arg Asn Glu Pro Gin Arg Asn lie Ser Asp 
305 310 315 320 



Leu Lys lie Lys Leu Gin Glu Met Trp Asp Ser lie Ser Gin Glu His 
325 330 335 



Cys Lys Asn Leu Leu Ser Ser Met Pro Lys Arg Val Lys Cys Val Met 
340 345 350 



Gin Ala Lys Gly Asp Val Thr Gin Phe 
355 360 



<210> 16 
<211> 1635 
<212> DNA 
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<213> Haematobia irritans 



<220> 

<221> CDS 

<222> (329) . . (1366) 

<400> 16 

aaaatatgtg attaccgtta tagcggaaaa tatattcaga gagattagtt tactttaata 60 

gcgtacataa agttttttga cctgattttt. actctttctt cactattttg taaacactga 120 

attaggattt gcgaatttat atggaaggaa atatctagaa caaacataaa caaagagata 180 

ttgagagtaa catgttggct gataagtccc cggtttgaca ctagtattaa atgcatatta 240 

tttttatata ggaccaacct tcaaatgatt cgtgtcaaaa tttgacgtca attagtttgt 300 

gagagcaact tttgttattg tgaagaaa atg gaa aaa gaa ttt cgt gtt ttg 352 

Met Glu Lys Glu Phe Arg Val Leu 
1 5 

ata aaa tac tgt ttt ctg aag gga aaa aat gcg gtg gaa gca aaa agt 400 
lie. Lys Tyr Cys* Phe Leu Lys Gly Lys Asn Ala Val Glu Ala Lys Ser 
10 .15 20 

tgg ctt gat aat gag ttt ccg gac tct gcc cca agg aaa tea ata ata 448 
Trp Leu Asp Asn Glu Phe Pro Asp Ser Ala Pro Arg Lys Ser lie lie 
25 30 35 4 0 

att gat tgg tat gca aaa ttc aag cga ggt gaa atg age acg gag gac 4 96 

lie Asp Trp Tyr Ala Lys Phe Lys Arg Gly Glu Met Ser Thr Glu Asp 
^ 45 50 55 

ggt gaa cgc agt gga cgc ccg aaa gag gtg gtt acc gac gaa aac ate 54 4 

Gly Glu Arg Ser Gly Arg Pro Lys Glu Val Val Thr Asp Glu Asn lie 
60 65 70 

aaa aaa ate cac aaa atg att ttg aat gac cgt aaa atg aag ttg ate 592 
Lys Lys lie His Lys Met lie Leu Asn Asp Arg Lys Met Lys Leu lie 
7 5 80 85 

gag ata aca aag gcc tta aac ata tea aag gaa cgt gtt ggt cat ate 64 0 

Glu lie Thr Lys Ala Leu Asn lie Ser Lys Glu Arg Val Gly His lie 
90 ' 95 100 

att cat caa tat ttg gat atg egg aag etc tgt gca aaa tgg gtg ccg 688 
lie. His Gin Tyr Leu Asp Met Arg Lys Leu Cys Ala Lys Trp Val Pro 
105 - 110 115 120 

cgc gaa etc aca ttt gac caa aaa caa caa cgt gtt gat gat tct gag 736 
Arg Glu Leu Thr Phe Asp Gin Lys Gin Gin Arg Val Asp Asp Ser Glu 
125 130 135 

egg tgt ttg cag ctg tta act cgt aat aca ccc gag ttt ttc cgt cga 784 
Arg Cys Leu Gin Leu Leu Thr Arg Asn Thr Pro Glu Phe Phe Arg Arg 
140 145 150 

tat gta aca atg gat gaa aca tgg etc cat cac tac act cct gag ttc 832 
Tyr Val Thr Met Asp Glu Thr Trp Leu His His Tyr Thr Pro Glu Phe 
155 160 165 

gat caa cag teg get gag tgg aca gcg acc ggt gaa ccg tct ccg aag 880 
Asp Gin Gin Ser Ala Glu Trp Thr Ala Thr Gly Glu Pro Ser Pro Lys 
170 175 180 
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cgt gga aag act caaaag tec get ggc aaa gta atg gee tct gtt ttt 928 
Arg Gly Lys Thr Gin Lys Ser Ala Gly Lys Val Met Ala Ser Val Phe 
185 190 195 200 

tgg aat gcg cat gga ata att ttt ate gat tat ctt gag aag gaa aaa 976 
Trp Asn Ala His Gly lie lie Phe lie Asp Tyr Leu Glu Lys Glu Lys 
205 210 215 

acc ate aac agt gac tat tat atg gcg tta ttg gag cgt ttg aag gtc 1024 
Thr lie Asn Ser Asp Tyr Tyr . Met Ala Leu Leu Glu Arg Leu Lys Val 

220 . . 225 230 

gaa ate gcg gca aaa tgg ccc cat atg aag aag aaa aaa gtg ttg ttc 1072 
Glu lie Ala Ala Lys Trp Pro His Met Lys Lys Lys Lys Val Leu Phe 
235 240 245 

gac caa gac aat gca ccg tgc cac aag tea gta aga acg atg gca aaa 1120 
Asp Gin Asp Asn Ala Pro Cys His Lys Ser Val Arg Thr Met Ala Lys 
250 255 260 

att cat gaa ttg ggc ttc gaa ttg ctt ccc cac cca eta tat tct cca 1168 
lie His Glu Leu Gly Phe Glu Leu Leu Pro His Pro Leu Tyr Ser Pro 
265 . 270 275 280 

gat ctg gee ccc age gaa t,tt ttc ttg ttc tea gac etc aaa agg etc 1216 
Asp Leu Ala Pro Ser Glu Phe Phe Leu Phe Ser Asp Leu Lys Arg Leu 
285 290 295 

gca ggg aaa aaa ttt ggc tgc aat gaa gag gta ate gee gaa act aag 1264 
Ala Gly Lys Lys Phe Gly Cys Asn Glu Glu Val lie Ala Glu Thr Lys 
300 305 310 

gee tat ttt gag gca aaa ccg aaa gag tac tac caa aat ggt ate aaa 1312 
Ala Tyr Phe Glu Ala Lys Pro Lys Glu Tyr Tyr Gin Asn Gly lie Lys 
315 320 325 

aaa ttg gaa ggt cgt tat aat cgt ggt ate get ctt gaa ggg gac tat 1360 
Lys Leu Glu Gly Arg Tyr Asn Arg Gly lie Ala Leu Glu Gly Asp Tyr 
330 335 340 

gtt gaa taataaaaac gaattttgac aaaaaatgtg tttttctttg ttagaccggg 1416 

Val Glu 

345 



gacttatcac 


ccaacctgtt 


aaaaactgtt 


actttttgtt 


aaagtaagtc agaataaaac 


1476 


aaatatttga 


atttttggag 


gtgtacgtaa 


acttctttga 


ttcactgtat atatttttaa 


1536 


gcttcacaat 


aaagtacaca 


cttgtagagt 


taaaatcgtc 


tcgtcttctc ttttactaaa 


1596 


tacaacatgg 


tgtcagaagg 


tgtgtgaagt 


ctaattaaa 




1635 



<210> 17 
<211> 346 
<212> PRT 

<213> Haematobia irritans 
<400> 17 

Met Glu Lys Glu Phe Arg Val Leu lie Lys Tyr Cys Phe Leu Lys Gly 
15 10 15 



Lys Asn Ala Val Glu Ala Lys Ser Trp Leu Asp Asn Glu Phe Pro Asp 
20 25 30 
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Ser Ala Pro Arg Lys Ser lie lie lie Asp Trp Tyr Ala Lys Phe Lys 
35 • " 40 45 



Arg Gly Glu Met Ser Thr Glu Asp Gly Glu Arg Ser Gly Arg Pro Lys 
50 .55 60 



Glu Val Val Thr Asp Glu Asn lie Lys Lys lie His Lys Met lie Leu 
65 70 75 80 



Asn Asp Arg Lys Met Lys Leu lie Glu lie Thr Lys Ala Leu Asn lie 
85 90 - 95 



Ser Lys Glu Arg Val Gly His lie lie His Gin Tyr Leu Asp Met Arg 
100. 105 110 



Lys Leu Cys Ala Lys Trp Val Pro Arg Glu Leu Thr Phe Asp Gin Lys 
115 120 125 



Gin Gin Arg Val Asp Asp Ser Glu Arg Cys Leu Gin Leu Leu Thr Arg 
130 ~ 135 140 



Asn Thr Pro Glu Phe Phe Arg Arg Tyr Val Thr Met Asp Glu Thr Trp 
145 150 155 160 



Leu His His Tyr Thr Pro Glu Phe Asp Gin Gin Ser Ala Glu Trp Thr 
165 170 175 



Ala Thr Gly Glu Pro Ser Pro Lys Arg Gly Lys Thr Gin Lys Ser Ala 
180 185 190 



Gly Lys Val Met Ala Ser Val Phe Trp Asn Ala His Gly lie lie Phe 
195 200 205 



lie Asp Tyr Leu Glu Lys Glu Lys Thr lie Asn Ser Asp Tyr Tyr Met 
210 ~ 215 220 



Ala Leu Leu Glu Arg Leu Lys Val Glu lie Ala Ala Lys Trp Pro. His 
225 230 235 240 



Met Lys Lys Lys Lys Val Leu Phe Asp Gin Asp Asn Ala Pro Cys His 
245 250 255 



Lys Ser Val Arg Thr Met Ala Lys lie His Glu Leu Gly Phe Glu Leu 
260 265 270 



Leu Pro His Pro Leu Tyr Ser Pro Asp Leu Ala Pro Ser Glu Phe Phe 
275 280 285 
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Leu Phe. Ser Asp Leu Lys Arg Leu Ala Gly Lys Lys Phe Gly Cys Asn 
290 . 295 300 

Glu Glu Val lie Ala Glu Thr Lys Ala Tyr Phe Glu Ala Lys Pro Lys 
305 310 315 320 

Glu Tyr Tyr Gin Asn Gly lie Lys Lys Leu Glu Gly Arg Tyr Asn Arg 
325 330 335 



Gly He Ala Leu Glu Gly Asp Tyr Val Glu 
340 345 



<210> 18 

<211> 1543 

<212> DNA . 

<213> Chrysoperla plorabunda 



<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 

<300> 
<308> 
<309> 
<313> 



source 

(146) . . (1442) 

/transposon="mariner transposon" 



CDS 

(327) . . (1373) 



U11652 
1995-12-16 
(1) . . (1543) 



<400> 18- 

ccttaaattt atttgtattg atttgaagct taaaaaatgt atacaatttt aaagaaagot 

gaaagtattc tcgaactaac gtggagaatt tattacgaat ttttggtggt gattgtaatt 

gcttgcttaa tatcggctct ctgtatatta ggttggctga taagtccccg gtctgacaca 

tagatggcgt cgctagtatt aaatgcatat tatttttata tagtaccaac cttcaaatga 

. ttcgtgtcaa aatttgacgt ctgtaagtca attagtttgt gagatagagc gtcttttgtg 

aagcaacttt tgttattgtg aaaaaa atg gaa aaa aag gaa ttt cgt gtt ttg 

Met Glu Lys Lys Glu Phe Arg Val Leu 
1 5 

ata aaa tac tgt ttt ctg aag gga aaa aat aca gtg gaa gca aaa act 
He Lys Tyr Cys Phe Leu Lys Gly Lys Asn Thr Val Glu Ala Lys Thr 
10 J " 15 20 25 

tgg ctt gat aat gag ttt ccg gac tct gcc cca ggg aaa tea aca ata 
Trp Leu Asp Asn Glu Phe Pro Asp Ser Ala Pro Gly Lys Ser Thr He 
30 35 40 

att gat tgg tat gca aaa ttc aag cgt ggt gaa atg age acg gag gac 
He Asp Trp Tyr Ala Lys Phe Lys Arg Gly Glu Met Ser Thr Glu Asp 
45 50 55 

ggt gaa cgc agt gga cgc ccg aaa gag gtg gtt acc gac gaa aac ate 
Gly Glu Arg Ser Gly Arg Pro Lys Glu Val Val Thr Asp Glu Asn He 
60 65 70 
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aaa aaa ate cac aaa. atg att ttg aat gac cgt aaa atg aag ttg ate 593 

Lys Lys lie His Lys Met lie Leu Asn Asp Arg Lys Met Lys Leu lie 

.75 80 85 

gag ata gca gag gee tta aag ata tea aag gaa cgt gtt ggt cat ate 641 

Glu lie Ala Glu Ala Leu Lys lie Ser Lys Glu Arg Val Gly His lie 

90 95 100 105 

att cat caa tat ttg gat atg egg aag etc tgt gca aaa tgg gtg ccg 68 9 

lie His Gin Tyr Leu Asp Met Arg Lys Leu Cys Ala Lys Trp Val Pro 
110 115 " 120 

cgc gag etc aca ttt gac. caa aaa caa caa cgt gtt gat gat tct gag 737 
Arg Glu Leu Thr Phe Asp Gin Lys Gin Gin Arg Val Asp Asp Ser Glu 
125 130 , . 135 

egg tgt ttg cag ctg tta act cgt aat aca ccc gag ttt ttg cgt cga 785 
Arg Cys Leu Gin Leu Leu Thr Arg Asn Thr Pro Glu Phe Leu Arg Arg 
140 145 150 

tat gtg aca atg gat gaa aca tgg etc cat cac tac act cct gag tec 833 
Tyr Val Thr Met Asp Glu Thr Trp Leu His His Tyr Thr Pro Glu Ser 
155 . 160 165. 

aaa cga cag teg get gag tgg aca gcg ace ggt gaa ccg tct ccg aag 881 
Lys Arg Gin Ser Ala Glu Trp Thr Ala Thr Gly Glu Pro Ser Pro Lys 
170 175. 180 185 

cgt gga aag act caa aag tec get ggc aaa gta atg gee tct gtt ttt 929 
Arg Gly Lys Thr Gin Lys Ser Ala Gly Lys Val Met Ala Ser Val Phe 
190 195 200 

ttc gat gcg cat gga ata att ttt ate gat tat ctt gag aag gga aaa 977 
Phe Asp Ala His Gly lie lie Phe lie Asp Tyr Leu Glu Lys Gly Lys 
205 210 215 

ace ate aac agt gac tat tat atg. gcg tta ttg gag cgt ttg aag gtc 1025 
Thr lie Asn Ser Asp Tyr Tyr Met Ala Leu Leu Glu Arg Leu Lys Val 
220 225 230 

gaa ate gcg gca aaa egg. ccc cat atg aag aag aaa aaa gtg ttg ttc 1073 
Glu lie Ala Ala Lys Arg Pro His Met Lys Lys Lys Lys Val Leu Phe 
235 240 245 

cac : caa gac aac gca ccg tgc cac aag tea ttg aga acg atg gca aaa 1121 
His Gin Asp Asn Ala Pro Cys His Lys Ser Leu Arg Thr Met Ala Lys 
250 255 260 " 265 

att cat gaa ttg ggc ttc gaa ttg ctt ccc cac cca ccg tat tct cca 1169 
lie His Glu Leu Gly Phe Glu Leu Leu Pro His Pro Pro Tyr Ser Pro 
270 275 280 

gat ctg gee ccc age gac ttt ttc ttg ttc tea gac etc aaa agg atg 1217 
Asp Leu Ala Pro Ser Asp Phe Phe Leu Phe Ser Asp Leu Lys Arg Met 
285 290 295 

etc gca ggg aaa aaa ttt ggc tgc aat gaa gag gtg ate gee gaa act 1265 
Leu Ala Gly Lys Lys Phe Gly Cys Asn Glu Glu Val He Ala Glu Thr 
300 305 310 

gag gee tat ttt gag gca aaa ccg aag gag tac tac caa aat ggt ate 1313 
Glu Ala Tyr Phe Glu Ala Lys Pro Lys Glu Tyr Tyr Gin Asn Gly He 
315 320 325 

aaa aaa ttg gaa ggt cgt tat aat cgt tgt ate get ctt gaa ggg aac . 1361 
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Lys Lys Leu Glu Gly Arg Tyr Asn Arg Cys lie Ala Leu Glu Gly Asn 
330 335 " " 340 . 345 

tat gtt gaa taa taaaaacgaa ttttcacaaa aaaatgtgtt tttctttgtt 1413 
Tyr Val Glu 

agaccgggga cttatcagcc aacctgttat, cttgacgaaa aaatgaatgg tcgataaata 1473 

atgtgatgtg atccttactg tgttcacttg actggacgaa accgttatga tcaatttgga 1533 

tgcctaaaac 1543 

<210> 19 

<211> 348 . 

<212> PRT 

<213> Chrysoperla plorabunda 

<400> 19 

Met Glu Lys Lys Glu Phe Arg Val Leu lie Lys Tyr Cys Phe Leu Lys 
1 5 .10 15 

Gly Lys Asn Thr Val Glu Ala Lys Thr Trp Leu Asp Asn Glu Phe Pro 
20 25 30 

Asp Ser Ala Pro Gly Lys Ser Thr lie, lie Asp Trp Tyr Ala Lys Phe 
35 40 45 

Lys Arg Gly Glu Met Ser Thr Glu Asp Gly Glu Arg Ser Gly Arg Pro 
50 55 60 

Lys Glu Val Val Thr Asp Glu Asn lie Lys Lys lie His Lys Met lie 
65 70 75 80 

Leu Asn Asp Arg Lys Met Lys Leu lie Glu lie Ala Glu Ala Leu Lys 
85. 90 95 

lie Ser Lys Glu Arg Val Gly His lie lie His Gin Tyr Leu Asp Met 
100 105 110 

Arg Lys Leu Cys Ala Lys Trp Val Pro Arg Glu Leu Thr Phe Asp Gin 
115 120 125 

Lys Gin Gin Arg Val Asp Asp Ser Glu Arg Cys Leu Gin Leu Leu Thr 
130 135 140 

Arg Asn Thr Pro Glu Phe Leu Arg Arg Tyr Val Thr Met Asp Glu Thr 
145 150 155 160 

Trp Leu His His Tyr Thr Pro Glu Ser Lys Arg Gin Ser Ala Glu Trp 
165 170 175 



Thr Ala Thr Gly Glu Pro Ser Pro Lys Arg Gly Lys Thr Gin Lys Ser 



Page 23 

180 . 185 190 

Ala Gly Lys Val Met Ala Ser Val Phe Phe Asp Ala His Gly lie lie 
195 200 205 

Phe lie Asp Tyr Leu Glu Lys Gly Lys Thr lie Asn. Ser Asp Tyr Tyr 
210 215 220 

Met Ala Leu Leu Glu Arg Leu Lys Val Glu lie Ala Ala Lys Arg Pro 
-225 230 235 " 240 

His Met Lys Lys Lys Lys Val Leu Phe His Gin Asp Asn Ala Pro Cys . 

245 250 255 

His Lys Ser Leu Arg Thr Met Ala Lys lie His Glu Leu Gly Phe Glu 
260 265 - 270 

Leu Leu Pro His Pro Pro Tyr Ser Pro Asp Leu Ala Pro Ser Asp Phe 
275 280 285 

Phe Leu Phe Ser Asp Leu Lys Arg Met Leu Ala Gly Lys Lys Phe Gly 
290 295 300 

Cys Asn Glu Glu Val lie Ala Glu Thr Glu Ala Tyr Phe Glu Ala Lys 
305 310 315 ~ 320 

Pro Lys Glu Tyr Tyr Gin Asn Gly lie Lys Lys Leu Glu Gly Arg Tyr 
325 330 335 

Asn Arg Cys lie Ala Leu Glu Gly Asn Tyr Val Glu 
340 345 

<210> 20 
<211> 378 
<212> DNA 
<213> Artificial 

<220> 

<223> IR/DR-R 
<400> 20 

aattccatca caaagctctg acctcaatcc tatagaaagg aggaatgagc caaaattcac 60 

ccaacttatt gtgggaagct tgtggaaggc tactcgaaat gtttgaccca agttaaacaa 120 

tttaaaggca atgctaccaa atactaattg agtgtatgtt aacttctgac ccactgggaa 180 

tgtgatgaaa gaaataaaag ctgaaatgaa tcattctctc tactattatt ctgatatttc 240 

acattcttaa aataaagtgg tgatcctaac tgaccttaag acagggaatc tttactcgga 300 

ttaaatgtca ggaattgtga aaaagtgagt ttaaatgtat ttggctaagg tgtatgtaaa 360 

cttccgactt caactgta 378 
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<210> 21 

<211> 354 

<212> DNA 

<213> Artificial 

<220> 

<223> IR/DR-L 

<400> 21 



ccttgaaata 


catccacagg 


tacacctcca attgactcaa 


atgatgtcaa 


ttagtctatc 


60. 


agaagcttct 


aaagccatga catcattttc tggaattttc 


caagctgttt 


aaaggcacag 


120 


tcaacttagt 


gtatgtaaac 


ttctgaccca ctggaattgt 


gatacagtga 


attataagtg 


180 


aaataatctg 


tctgtaaaca 


attgttggaa aaatgacttg 


tgtcatgcac 


aaagtagatg 


240 


tcctaactga 


cttgccaaaa 


ctattgtttg ttaacaagaa atttgtggag 


tagttgaaaa 


300 


acgagtttta 


atgactccaa 


cttaagtgta tgtaaacttc 


cgacttcaac 


tgta 


354 



<210> 22. 

<211> 29 

<212> DNA 

<213> Artificial 

<220> 

<223> 5 T outer repeat 

<400> 22 

gttcaagtcg gaagtttaca tacacttag 29 

<210> 23 

<211> 30 . 

<212> DNA 

<213> Artificial 

<220> 

<223> 5' .inner repeat 

<400> 23 

cagtgggtca gaagtttaca tacactaagg 30 

<210> 24 

<211> 31 

<212> DNA 

<213> Artificial 

<220> 

<223> 3' inner repeat 

<400> 24 

cagtgggtca gaagttaaca tacactcaat t 31 



<210> 25 

<211> 30 

<212> DNA 

<213> Artificial 



<220> 
<223> 



3' outer repeat 
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<4 00> 25 

agttgaatcg gaagtttaca tacaccttag 30 



<210> 26 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> preferred consensus direct repeat 

<4 00> 26 

caktgrgtcr gaagtttaca tacacttaag . . 30 



<210> 27 

<211> 26 

<212> DNA. 

<213> Artificial 

<220> 

<223> . inverted repeat sequence. 

<400> 27 

gttgaagtcg gaagtttaca cttagg 26 

<210> 28 

<211> 31 

<212> DNA 

<213> Artificial 

<220> 

<223> inverted repeat sequence 



<400> 28 

ccagtgggtc aggaagttta catacactaa g 

<210> 29 

<211> 27 

<212> DNA 

<213> Artificial 



31 



<220> 

<223> forward sequence used for PCR amplication from pCMV-SB , 
<400> 29 

catgccatgg gaaaatcaaa agaaatc 27 

<210> 30 

<211> 26 

<212> DNA 

<213> .Artificial 

<220> 

<223> reverse sequence used for PCR amplication from pCMV-SB 
<400> 30 

ccgctcgagc agtggcttct tccttg 26 



<210> 31 
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<211> 


25 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer EGFP-1U 


<400> 


31 


caccctcgtg accaccctga 


<210> 


32 


<211> 


25 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer EGFP-1L 


<4 0"0> 


32 


cttgatgccg ttcttctgct 


<210> 


33 


<211> 


30 


<212> 


.DNA 


<213> 


Artificial 


<220> 




<223> 


primer HYG-1U 


<400> 


33 


cgggcgtata tgctccccat 


<210> 


34 


<211> 


30 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer TK-1L 


<400> 


34 


tggtgtagat gttcgcgatt 


<210> 


35 


<211> 


25 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer M13F 


<400> 


35 



acgacgttgt aaaacgacgg ccagt 



<210> 36 

<211> 29 

<212> DNA 

<213> Artificial 



<220> 

<223> primer RMCE-DL1 
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<400> 36 

gcatcgccat gggtcacgac gagatcctc 



<210> 


37 


<211> 


30 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


RRMCE-IL-1 


<400> 


37 



aagtgagttt aaatgtattt ggctaaggtg 



<210> 38 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> TgTP-2L 

<400> 38 

acacaggaaa cagctatgac catgattacg 



<21.0> 


39 


<211> 


25 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer neo 


<400> 


.39 



gggtggagag gctattcggc tatga 



<210> 40 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> primer neo-Ll 

<400> 40 

tggatacttt ctcggcagga gcaag 



<210> 41 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> probe 



<220> 

<221> misc_feature 

<222> (23) . . (23) 

<223> connected to FITC 
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<400> 41 

cggccgctct agcggtaccc tac 



<210> 
<211> 
<212> 



42 
22 
DNA 



<213> Artificial 
<220> 

<223> probe 



<220> 

<221> misc_f eature 

<222> (1) . . (1) 

<223> connected to LCRed640 

<400> 42 

gtaggggatc gacctcgagg gg 



<210> 
<211> 
<212> 



43 
25 
DNA 



<213> Artificial 
<220> 

<223> probe 



<220> 

<221> mi sc_f eature 

<222> (1) . . (1) 

<223> connected to FITC 

<400> 43 

gctgtgctcg acgttgtcac tgaag 



<210> 
<211> 
<212> 



44 
24 
DNA 



<213> Artificial 



<220> 

<223> probe 



<220> 

<221> misc_feature 

<222> (1) . . (1) 

<223> connected to LCRed640 

<400> 44 

gggaagggac tggctgctat tggg 



<210> 45 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> PCR primer 
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<400> 45 

gttgggtcgt ttgttcggat 



<210> 46 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> PCR primer 

<4 00> 4 6 

cgcgcaatta accctcacta 



<210> 47 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> PCR primer 

<400> .47 

aatgaactgc aggacgaggc 



<210> 


48 


<211> 


20 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


PCR primer 


<400> 


48 



atggatactt tctcggcagg 



<210> 49 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> primer LCB2XL2 

<400> 49 

ttccaaaaga agtagagtgg agaaccagtg 



<210> 


50 


<211> 


23 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


primer PGK2 


<4 00> 


50 



aggccacttg tgtagcgcca agt 



<210> 51 
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<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> primer LCB2XL1 

<400> 51 

ccaaccaaat acatttaaca tattctaggt 30 



<210> 52 

<211> 26 

<212> DNA 

<213> Artificial 

<220> 

<223> primer PGK4 

<400> 52 

gctgctaaag cgcatgctcc agactg 26 

<210> 53 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> forward primer for amlication of SB transposase gene 

<400> 53 

aatagaactg tttggccata atgaccatcg 30 

<210> 54 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> reverse primer for amlication of SB transposase gene 

<400> 54 

atccacataa ttttccttcc tcatg 25 



<210> 55 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> forward primer for amlication of beta actin tranposase gene 



<400> 55 

cagggtgtga tggtgggaat gggtcagaag 

<210> 56 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 
<223> 



30 



reverse primer for amlication of beta actin tranposase gene 
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<400> 56 

tacgtacatg gctggggtgt tgaaggtctc 



<210> 57 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> primer beta geo 

<400> 57 

tgccagtttg aggggacgac gacagtatcg 

<210> 58 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> MS specific primer 

<400> 58 

tggagtgagc tagaatcaga aagatgacac 



<210> 59 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> M2L specific primer 

<400> 59 

gactttcaag accttcgacg caccgttcac 



<210> 60 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> M4 specific primer 

<400> 60 

tcttcagcca caggctccca gacatgacag 



<210> 61 

<211> 30 

<212> DNA 

<213> Artificial 



<220> 

<223> Nl specific primer 
<400> 61 

gatatgaaga gctgtcagtt tgtagcagtc 



<210> 62 
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<211> 


34 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Unmet-U 


<400> 


62 


tacagttgaa gtcggaagtt 


<210> 


63 


<211> 


34 • 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Unmet -L 


<400> 


63 


cttaagtgta tgtaaacttc 


<210> 


64 


<211> 


34 


<212> 


DNA 


<213> 


Artificial 



34 



34 



<220> 

<223> Met-U 



<220> 

<221> misc f eature 

<222> (13).. (13) 

<223> N is 5-methyl cytosine 

<400> 64 

tacagttgaa gtnggaagtt tacatacact taag 34 



<210> 65 

<211> 34 

<212> DNA 

<213> Artificial 

<220> 

<223> Met-L 



<220> 

<221> misc_f eature 

<222> (21) . . (21) 

<223> N is 5-methyl cytosine 

<4 00> 65 

cttaagtgta tgtaaacttc ngacttcaac tgta 34 



<210> 66 

<211> 25 

<212> DNA 

<213> Artificial 



<220> 

<223> forward primer for amylase 2.1 gene 
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<400> 66 

ccttgtacgg gttggtggag gtcac 



<210> 67 

<211> 25 

<212> DNA 

<213> Artificial 



<220> 

<223> reverse primer for amylase 2.1 gene 
<400> 67 

cgccactcga acaggtggac aatag 



<210> 68 

<211> .24 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 

<400> 68 

tgcgaggata agaacagaca ctac 

<210> 69 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 
<400> 69 

acagactcag aagcaaacgt aaga 



<210> 


70 


<211> 


24 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


forward primer 


<400> 


70 



gcacgggtgt tgggtcgttt gttc 



<210> 71 

<211> 27 

<212> DNA 

<213> Artificial 



<220> 

<223> reverse primer sequence for IR/DR-L 
<400> 71 

cttctaaagc catgacatca ttttctg 



<210> 72 
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<211> 28 

<212> DNA 

<213> Artificial 

<220> 

<223> forward primer sequence for IR/DR-R 

<400> 72 

gaaggctact cgaaatgttt gacccaag 28 



73 . 
24 
DNA 

Artificial 
<220> 

<223> EGFP-1U primer 
<400> 73 

cacgctggtg accagcctga ccta 24 



<210> 
<211> 
<212> 
<213> 



74 
24 
DNA 

Artificial 
<220> 

<223> EGFP-1L primer 
<400> 74 

cttgatgccg ttctctgctt gtcg 24 



<210> 
<211> 
<212> 
<213> 



<210> 


75 


<211> 


24 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


SB-2U primer 


<400> 


75 


tcctagagat gaacgtactt tggt 



<210> 


76 


<211> 


25 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


SB-1L primer 


<400> 


76 



atccagataa ttttccttgc tcatg 25 



